Background: Xeroderma pigmentosum group G (XPG) plays an important role in maintaining the stability and integrity of genomic DNA. Previous studies demonstrate some XPG gene polymorphisms are associated with susceptibility to gastric cancer (GC).
Methods:
The association between XPG rs2094258 polymorphism and GC risk was investigated first by a hospital-based case-control study involving 386 patients and 439 controls and then by a meta-analysis. The polymorphism was genotyped by polymerase chain reaction-restriction fragment length polymorphism (PCR-RFLR).
Results: Xeroderma pigmentosum group G rs2094258 polymorphism was associated with an increased risk of GC in a Chinese population. The meta-analysis did not reveal any significant difference in the overall population. Subgroup analysis of geographic locations showed a significant association between the XPG gene rs2094258 polymorphism and GC risk in Southern China. Stratification analysis further indicated significant associations in hospital-based studies and studies using PCR-RFLR.
Conclusion:
Xeroderma pigmentosum group G gene rs2094258 polymorphism may be associated with an increased risk of GC in Southern China. Nevertheless, the findings of this meta-analysis should be validated by well-designed large-scale casecontrol studies among other ethnicities.
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gastric cancer, meta-analysis, polymorphism, XPG Many recent studies have investigated associations between XPG gene single nucleotide polymorphisms (SNPs) and the risk of various cancers, including lung cancer, 16 colorectal cancer, 17 and neuroblastoma. 18 Liu et al 19 
| DNA extraction and genotyping
From each subject, 2 mL of peripheral blood was collected using an ethylenediaminetetraacetic acid (EDTA) tube and stored at −80°C until use. DNA was extracted using a QIAamp DNA Blood Mini Kit (Qiagen, Hilden, Germany). SNP genotyping was conducted by polymerase chain reaction-restriction fragment length polymorphism (PCR-RFLR). The primers for XPG rs2094258 were 5′-AGCCTCGCCTTT GCCGAT-3′ (forward) and 5′-CTTCTGACCCATGCCCACC-3′ (reverse). The PCR consisted of an initial denaturation at 95°C for 5 minutes; 30 cycles of denaturation at 94°C for 60 seconds, annealing at 60°C for 60 seconds and extension at 72°C for 60 seconds; a final extension at 72°C for 10 minutes.
The PCR product was confirmed by agarose gel electrophoresis.
| Statistical analysis
A Table 1 lists characteristics of all subjects. No significant differences were observed between patients and controls in terms of gender or age (P = .749 and .547, respectively). GC patients were more likely to be tobacco smokers and H. pylori-positive compared to the controls.
| RE SULTS

| Clinical information of the study population
| Association between XPG rs2094258 polymorphism and GC risk
The genotype distributions of XPG rs2094258 polymorphism in all subjects are delineated in Table 2 . The observed frequencies in controls obeyed HWE (P = .936). Compared to CC genotype, the TT genotype was associated with significantly increased risk of GC (OR 1.75, 95%CI, 1.12-2.72, P = .014). The XPG rs2094258 TT/CT genotypes were risk factors for GC in comparison with CC genotype (TT + CT vs CC: OR = 1.40, 95%CI = 1.06-1.85, P = .017) ( Table 2) . It also held true in the allele model (T vs C: OR = 1.34, 95%CI = 1.09-1.64, P = .005).
| Characteristics of the included articles
A total of 105 articles were preliminarily identified by searching PubMed, Elsevier, Embase, and CNKI databases, but 83 articles were excluded after removing duplicates and screening the titles and abstracts. Of the remaining 22 articles, further full-text review excluded 15 articles. Finally, 7 eligible articles and the present study involving totally 4,198 cases and 4616 controls were included in this metaanalysis. All included studies were from China, with three, three, and two studies from Eastern, Northwest, and Southern China, respectively. Selection for eligible articles is presented in Figure 1 , and their characteristics are showed in Tables 3 and 4 . The Newcastle-Ottawa Scale (NOS) scores of the included studies range from 5 to 7 stars, suggesting they are all of high methodological quality.
| Meta-analysis of the XPG gene rs2094258 polymorphism
Due to low heterogeneity between studies, a fix-effect model was Overall, none of the five models showed any association between the XPG gene rs2094258 polymorphism and GC risk (Table 5) Nevertheless, subgroup analysis of geographic locations revealed a significant association, but not in eastern or northwest China.
Moreover, TT genotype carriers of rs2094258 polymorphism were associated with increased risk of GC in Southern China (TT vs CC + CT: 1.29, 1.03-1.61, P = .028, Figure 3) . Stratification analysis further indicated significant association in hospital-based studies (TT vs CC: 1.29, 1.02-1.64, P = .034, Figure 4 ) and studies using PCR-RFLR (T vs C: 1.24, 1.08-1.41, P = .002, Figure 5 ). 
TA B L E 5 Summary of the overall analyses and subgroup analyses in this meta-analysis
| Heterogeneity, sensitivity analysis, and publication bias
This meta-analysis showed no between-study heterogeneity in the total population. Leave-one-out sensitivity analysis in every ge- 
| D ISCUSS I ON
This hospital-based case-control study found the XPG gene rs2094258 polymorphism increased the risk of GC, but the meta-analysis showed no association between this SNP and susceptibility to GC. Stratification analyses of SOC, genotyping method, and geographic locations found XPG gene rs2094258 polymorphism may be associated with the risk of GC in hospital-based studies, studies using PCR-RFLR, and Southern China, respectively.
The XPG gene has been mapped to chromosome 13q33 and consists of 15 exons. 21 It plays an important role in correcting the excision repair deficiency of DNA. 6 Mutations in the XPG gene can lead to several diseases, including XP and certain types of cancers. Many studies focus on the role of the XPG Asp1104His polymorphism in cancers and show this polymorphism is significantly associated with the risk of lung cancer, 26 head and neck cancer, 27 colorectal cancer, 28 and melanoma. 29 The present study found the XPG gene rs2094258 polymorphism was associated with the increased risk of GC in a Chinese population. According to the dbSNP database, rs2094258 is located in the intron region of XPG gene. The functional significance of rs2094258 polymorphism is unclear. We F I G U R E 2 Odds ratios (ORs) and 95%CIs of individual studies and pooled data for the association between Xeroderma pigmentosum group G (XPG) gene rs2094258 polymorphism and gastric cancer (GC) risk in all subjects (dominant model, TT + CT vs CC) 20 Given the small sample size, their findings should be interpreted with caution, and the possibility of false-positive results cannot be ruled out. 20 In the present study, we also found XPG gene rs2094258 polymorphism was associated with increased risk of GC. In conclusion, this meta-analysis verifies that the XPG gene rs2094258 polymorphism may be associated with the risk of GC in Southern China. However, the specific role of the rs2094258 polymorphism in GC should be validated by further studies among other ethnicities.
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